. Expression analysis of wax biosynthetic genes (A), cutin biosynthetic genes (B), and genes with no implication on cuticle formation (triacylglycerol biosynthetic genes (C) and cold-related genes (D)) in stems of Col-0, the acbp1 mutant and acbp1-COM line. Asterisks denote significant differences from the wild type (* P < 0.05, ** P < 0.01). Values are means ± SE (n = 3).
Supplementary Figure S2.
Figure S2. Cuticular wax (A) and cutin monomer (B) composition and amount in leaves of Col-0 and the acbp1 mutant. Four-week-old leaves were used for wax and cutin analysis by gas chromatography (GC)-flame ionization detector and GC-mass spectrometry. FA, fatty acid; 10,16-diol, C16-10,16-dihydroxyl fatty acids. Asterisks denote significant differences from the wild type (* P < 0.05). Values are means ± SE (n = 3). Supplementary Table S1 . Sequences of gene-specific primers for qRT-PCR.
Name
Sequence (5' →3') Target gene
The genes implicated in wax biosynthesis tested in qRT-PCR were CUT1/KCS6, CER8, ECR and KCR1. The genes implicated in cutin biosynthesis tested were CYP86A2, CYP86A4, GPAT8 and LACS2. The genes with no implication in cuticle formation tested included triacylglycerol biosynthetic genes (DGAT1, DGAT2, DGAT3 and PADT1) and cold-related genes (COR47, LTI78, CBF1 and ICE1).
